We report the draft genome sequences of three Mycobacterium tuberculosis isolates belonging to the B0/N-90 sublineage, EKB34, EKB53, and EKB79. The B0/N-90 sublineage belongs to the prevalent (in Russia) and highly virulent Beijing-B0/W148 sublineage. Isolates EKB34 and EKB79 were obtained from people with immune deficiency.
that besides the previously known lineage-specific mutations (genes mce3F [rv1971], A 1229 [Asp¡Ala]; vapC46 [rv3384c], C 113 G [Ala¡Gly]; and irtB [rv1349], G 523 A [Ala¡Thr]) (3), all three isolates also had a mutation in the Rv3132c gene. This gene is part of the dosRS two-component system involved in response to stress conditions; in particular, it regulates the expression of the hspX gene, which encodes a protein that plays an important role in regulating the growth of M. tuberculosis under hypoxic conditions (14) . However, this mutation is a synonymous one and does not result in an amino acid change. On the contrary, SNPs in the three genes described above may lead to changes in the properties of the encoded proteins, resulting in changes to virulence levels (15, 16) .
Data availability. The whole-genome shotgun (WGS) assemblies have been deposited in NCBI GenBank. The versions described in this paper are the first versions. The read archives have been deposited in the NCBI SRA. The WGS (GenBank) and SRA accession numbers are listed in Table 1 . All of the data are part of BioProject number PRJNA509547.
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